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"Given a protein sequence to predict protein domain, the main problem is to 
increase the strength of domain signal and to handle the misleading of domain 
signal from the given protein sequence in order to increase the sensitivity and 
specificity of prediction." 
This study will assist in the problem of increasing the strength of domain 
signal from secondary structure information. The factor that has to be considered to 
produce the best solution for this problem is by predicting secondary structure using 
BRNN and generating properties of secondary structure. The BRNN that is used to 
predict secondary structure is based on forward, backward and hidden Markov chains 
that transmit information in both directions along the sequence between the input and 
output. This shows that interaction exists in protein folding and plays an important 
role in the formation of protein secondary structure. The properties are defined from 
several measures such as entropy, physio-chemical properties, contact profile, 
correlation, sequence termination and exon boundaries. These measures generate 
strong domain signal from secondary structure. 
The factor that has to be considered in order to solve the misleading of 
domain signal is length of protein sequence and subsequence. When the length of 
protein sequence is too long, the domain information will become complicated, 
causing inaccurate domain signal. Therefore, the protein split technique is used to 
split the long protein sequence into subsequence based on .ordered and disordered 
regions. The protein subsequence generates accurate domain signal which create 
interdomain space and increase the domain signal. Therefore, the proposed solution 
will be able to generate higher sensitivity and specificity since the classification of 
protein domain is more accurate. 
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Figure 2.4: Formation of protein secondary structure hom primary structure. (a) 
The primary structure of a protein is its linear sequence of amino acids. (b) The 
secondary structure is the localized, repetitive coiling or folding of the polypeptide 
backbone of a protein due to hydrogen bond formation between peptide linkages 
that contains alpha helices, beta strands and coils. 





